N are also incorporated into the mass-normalizing group to balance the reporter ion masses (not shown here). (b) Typical MS2-based amino acid analysis using TMT0 as an internal standard, exemplified by valine measurement between 5 cell lines (in duplicate). The TMT0-labeled internal standard is used to determine the total amount of valine in all 10 samples (TMT10). Targeted fragmentation of TMT10-labeled valine (m/z=347.2492) generates reporter ions (distinguishable by high-resolution; R=3 x 10 4 at 400 m/z) to determine the fraction of the total valine originating from each sample. 
